The greenfin horse-faced filefish, Thamnaconus septentrionalis, is a valuable commercial 20 fish species that is widely distributed in the Indo-West Pacific Ocean. It has characteristic blue-21 2 green fins, rough skin and spine-like first dorsal fin. T. septentrionalis is of a conservation 22 concern as a result of sharply population decline, and it is an important marine aquaculture fish 23 species in China. The genomic resources of this filefish are lacking and no reference genome 24 has been released. In this study, the first chromosome-level genome of T. septentrionalis was 25 constructed using Nanopore sequencing and Hi-C technology. A total of 50.95 Gb polished 26 Nanopore sequence were generated and were assembled to 474.31 Mb genome, accounting for 27 96.45% of the estimated genome size of this filefish. The assembled genome contained only 28 242 contigs, and the achieved contig N50 was 22.46 Mb, reaching a surprising high level among 29 all the sequenced fish species. Hi-C scaffolding of the genome resulted in 20 pseudo-30 chromosomes containing 99.44% of the total assembled sequences. The genome contained 31 67.35 Mb repeat sequences, accounting for 14.2% of the assembly. A total of 22,067 protein-32 coding genes were predicted, of which 94.82% were successfully annotated with putative 33
To assess the quality of Hi-C data, the plot of insert fragments length frequency was first made 137 to detect the quality of Illumina sequencing. Second, we used BWA-MEM (version 0.7.10-r789) 138 (Li & Durbin, 2009 )to align the PE clean reads to the draft genome assembly. In the end, HiC-139 Pro (Servant et al., 2015) (version 2.10.0) was performed to find the valid reads from unique 140 mapped read pairs. 141 2.5 Chromosomal-level genome assembly using Hi-C data 142 We first performed a preassembly for error correction of contigs by breaking the contigs 143 into segments of 500 kb on average and mapping the Hi-C data to these segments using BWA-144 MEM (version 0.7.10-r789) (Li & Durbin, 2009 ). The corrected contigs and valid reads of Hi-145 C were used to perform chromosomal-level genome assembly using LACHESIS(Burton et al., To assess the genome assembly completeness and accuracy, we first aligned the Illumina 153 reads to the filefish assembly using BWA-MEM (version 0.7.10-r789) (Li & Durbin, 2009 (Table 2) .
234
For Hi-C data, overall 39.44 Gb clean reads were obtained and used for subsequent 235 analysis (Table 1) . To assess the quality of Hi-C data, we first made a plot of insert fragments 236 length frequency, which showed a relatively narrow unimodal length distribution with the (Table S4) . Lastly, a total of 47,111,219 valid reads, which accounted for 241 66.95% of the unique mapped reads, were detected by HiC-Pro in the Hi-C dataset (Table S5) .
242
Taken together, our evaluation suggested an overall high quality of the Hi-C data, and only 243 the valid read pairs were used for subsequent analysis. Table S6 ). The results indicated that high-coverage 248 Nanopore long read-only assembly, followed by multiple iterations of genome polishing using 249 Illumina reads is an effective method to generate high-quality genome assemblies.
250
A chromosomal-level genome was then assembled using LACHESIS, the results showed were successfully ordered and oriented ( successfully annotated with putative functions ( Table 5 ). The non-coding RNA prediction 281 identified 1,703 tRNAs, 649 rRNAs and 109 microRNAs, respectively (Table S11) . including 1,872 single-copy orthologous genes (Table S12 ). Overall 20,261 genes of filefish 286 can be clustered into 15,433 gene families, including 67 unique gene families containing 193 287 genes (Table S12 ). The phylogenetic tree showed that four tetraodontiform species were 288 clustered together, and the divergence time between filefish and the other three species was 289 around 124.4 million years ago (Mya) (Figure 3 ). We also found 59 expanded gene families 290 and 98 contracted gene families in filefish compared with the other fish species ( Figure S3 ). A
291
Venn diagram of orthologous gene families among four tetraodontiform species was also 292 constructed, and 971 unique gene families containing 6485 genes were identified in the 293 filefish genome (Figure 4) .
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In the present study, we assembled the chromosome-level genome of T. septentrionalis, a 
